**Background:** Understanding the epidemiology and variation of the multitude of microorganisms that infect humans requires access to large collections of clinical samples. This is especially important when a new pathogen is discovered, or when examining the relationship between known pathogens and particular patient groups. In order to obviate the need to develop prospective collections with proper ethical approval for each such pathogen or study we have developed procedures that allow us to retain samples and associated clinical information submitted to the Edinburgh Clinical Virology Laboratory as an anonymised research archive.

**Methods:** When all requested tests have been completed, respiratory, cerebrospinal fluid and faecal samples submitted for virological analysis at Edinburgh Royal Infirmary are relabelled with an anonymised number. Nucleic acids extracted from these samples are also retained both individually and in separately numbered pools of ten. Clinical notes associated with these samples have irreversibly scrambled but unique patient IDs. Local ethical approval was obtained for sample collection and for the retention of clinical information.

**Results:** The archive covers the period from 2006 to the present and consists of \>70,000 respiratory, \>8000 CSF and \>15,000 faecal samples, together with the nucleic acid extracts from these samples and associated clinical notes. The archive has been used by us and our collaborators to study the population and temporal incidence and genetic variation of several viruses (influenza A, B and C viruses, hepatitis E virus, rhinovirus, coronavirus, enterovirus, metapneumovirus and parechovirus) and microorganisms (Mycoplasma). The archive has also been used to study associations between host genetic variation and the susceptibility to and severity of virus infections.

**Conclusion:** As the Edinburgh Microbiology Archive expands over the next decade it will provide a powerful resource for studying the epidemiology and evolution of human pathogens.
